Prediction of conformational B-cell epitopes.
Conformational B-cell epitopes play an important role in the epitope-based vaccine design. The increase of available data promotes the development of computational methods. Compared with the wet experiments, the computational methods are faster and more economic. In the past few years, a number of computational methods (especially the machine learning-based methods) have been developed to predict the conformational B-cell epitopes. In this chapter, we introduce important data resources and computational methods, which are publicly available. Moreover, we introduce our ensemble learning-based method that can predict the conformational epitopes from sequences. These promising methods may assist immunologists in identifying potential vaccine candidates.